Key indicators: single-crystal X-ray study; T = 193 K; mean (C-C) = 0.005 Å; R factor = 0.070; wR factor = 0.247; data-to-parameter ratio = 12.5.
In the crystal structure of the title compound, C 20 H 14 FN 5 O 2 , the pyrazole ring forms dihedral angles of 59.3 (2), 25.6 (2) and 46.0 (2) with the directly attached 4-fluorophenyl, pyridine and nitrophenyl rings, respectively. The crystal packing is characterized by intermolecular N-HÁ Á ÁN and N-HÁ Á ÁO hydrogen bonds. 
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Data collection
Enraf-Nonius CAD-4 diffractometer 3416 measured reflections 3185 independent reflections 2835 reflections with I > 2(I) R int = 0.020 3 standard reflections every 60 min intensity decay: 2% Refinement R[F 2 > 2(F 2 )] = 0.070 wR(F 2 ) = 0.247 S = 1.18 3185 reflections 254 parameters H-atom parameters constrained Á max = 0.49 e Å À3 Á min = À0.73 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). BAT thanks the Alexander von Humboldt Foundation for funding. supplementary materials Acta Cryst. (2012) . E68, o633 [doi:10.1107/S1600536812004102] 4-(4-Fluorophenyl)-1-(4-nitrophenyl)-3-(pyridin-4-yl)-1H-pyrazol-5-amine Bassam Abu Thaher, Pierre Koch, Dieter Schollmeyer and Stefan Laufer
Comment
Compounds having a vicinal 4-fluorophenyl/pyridin-4-yl system connected to a five-membered heterocyclic core have been considered to be potential p38α MAP kinase inhibitors (Abu Thaher et al. 2009 , Peifer et al. 2006 . Recently, we showed that the regioisomeric switch from 3-(4-fluorophenyl)-4-(pyridin-4-yl)-1-(aryl)-1H-pyrazol-5-amine to 4-(4fluorophenyl)-3-(pyridin-4-yl)-1-(aryl)-1H-pyrazol-5-amine completely changed the inhibitory profile from p38α MAP kinase to kinases releant in cancer (Abu Thaher et al. 2012 ).
In the crystal structure of the title compound ( Fig. 1) , the pyrazole ring forms dihedral angels of 59.3 (2)°, 25.6 (2)° and 46.0 (2)° with the 4-fluorophenyl, pyridine and nitrophenyl rings, respectively. The 4-fluorophenyl ring encloses dihedral angels of 59.3 (2)° and 17.5 (2)° toward the pyridine and 4-nitrophenyl rings, respectively. The pyridine ring is orientated at a dihedral angle of 42.4 (2)° toward the nitrophenyl ring.
The crystal packing (Fig. 2) shows that the amino function acts as a hydrogen bond donor of two intermolecular hydrogen bonds -one to the nitrogen atom (N26) of the pyridine ring and another one to one oxygen atom (O14) of the nitro group of two different molecules. The length of the hydrogen bonds is 2.19 Å and 2.29 Å, respectively (Table 1) .
The two hydrogen bonds result in a two dimensional network parallel to the b-c-plan.
Experimental 20 mmol of LDA was added to 30 ml of dry THF in a three neck flask and cooled to 195 K. 14 mmol of 4-fluorophenylacetonitril in 10 ml THF was added dropwise and the reaction mixture was stirred for 45 min. 5 mmol of N-(4-nitrophenyl)-4-pyridinecarbohydrazonoyl chloride was added slowly to the reaction and stirring was continued for 1 h. After warming to 293 K, 50 ml of water was added to the reaction mixture and extracted with ethyl acetate (2x 50 ml). The organic layer was dried over Na 2 SO 4 . The solvent was removed under redued pressure to about 5 ml and the pure product precipitated. Yield: 36%. Recrystallization from THF/diethylether resulted in crystals suitable for X-ray.
Refinement
Hydrogen atoms attached to carbons were placed at calculated positions with C-H = 0.95 Å (aromatic) or 0.98-0.99 Å (sp 3 C-atom). H atoms bonded to N were located in a difference map and constrained to this position. All H atoms were refined in the riding-model approximation with isotropic displacement parameters (set at 1.2-1.5 times of the U eq of the parent atom). 
Computing details
Figure 2
Crystal structure of the title compound with view along the a-axis (hydrogen bonding is shown with dashed lines). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq N1 0.2765 (3) 0.5908 (2) 0.7116 (2) 0.0313 (6) 
